The mitochondrial metagenomics approach (MMG) provides a cost-effective method for sequencing mitochondrial genomes from numerous species (And ujar et al. 2015; Crampton-Platt et al. 2015) . Total genomic DNA from multiple specimens, either extracted individually or in bulk, is shotgun sequenced in a metagenomics mixture, followed by assembly with standard genomic assemblers, from which whole mitochondrial genomes emerge preferentially due to their high copy number relative to most of the nuclear genome. This 'genome skimming' approach was used to sequence the mitogenomes of beetle specimens collected from soil samples of the southern Iberian Peninsula at Sierra de Grazalema (36.7N, À5.4W), Sierra de Cabra (37.4N, À4.3W) and Sierra Madrona (38.4N, À4.3W) (see And ujar et al. 2015) by following the 'Floatation-Berlese-Floatation' (FBF) protocol (Arribas et al. 2016) . Briefly, aliquots of the DNA extracts from 1494 specimens (vouchered at the Natural History Museum London) were pooled to generate 3 pools with roughly equimolar DNA concentration per specimen, after the dsDNA concentration of extracts was measured (Qubit 2.0 Fluorometer, Life Technologies Corp., Carlsbad, CA). Further, TruSeq DNA libraries were constructed and sequenced in the Illumina MiSeq platform (Illumina Inc., San Diego, CA) (2 Â 300 bp; 800-950 bp insert size).
The output was processed and assembled in three assemblers as indicated in And ujar et al. (2017) . The resulting contigs were subjected to super-assembly in Geneious 7.1.9 (http://www.geneious.com) using the de novo assembly function and showed wide overlap. The procedure resulted in more than 200 mitogenomes longer than 5000 bp, of which 39 were selected for further annotation and identification to species or genus level. Thirty-four of these include the full set of protein-coding, rRNA and tRNA genes (>15,000 bp), of which 17 were complete circular mitogenomes. The remaining 17 were not circularized due to difficulties with the assembly of the control region. Five additional mitogenomes were incomplete by the lack of one or two genes (sequence length between 12,221 and 14,453 bp).
The mitogenomes were annotated using gene predictions with MITOS (Bernt et al. 2013 ) and manually refined in Geneious. All mitogenomes were structured following the putatively ancestral gene order for the Coleoptera. Mitogenomes assembled from the shotgun mixture were linked to particular specimens using the cox1 barcode sequences obtained from the same specimens with PCR-Sanger sequencing. For those cases where Sanger sequencing failed (5/39), validation was performed by unambiguous match to the species level on BOLD Public Data Portal (Ratnasingham and Hebert 2007, accessed on 20th March 2019) . The mitogenomes correspond to 39 different species from the families Carabidae (6), Chrysomelidae (1), Curculionidae (9), Dermestidae (1), Elateridae (1), Latridiidae (1), Scarabaeidae (3), Silvanidae (1), Staphylinidae (12) and Tenebrionidae (4), and include representatives from 37 Genbank Accession Numbers, voucher codes, taxonomic identification, life stage, and information on whether the provided mitogenomes are the first available for the genus (FG column) and for the species (FSP column). Ã All mitogenomes were obtained by bulk sequencing of a mix of specimens. Voucher code refers to the specimen with PCR-Sanger sequencing that matches (100% similarity) the obtained mitogenomes. Vouchers are not available for mitogenomes if PCR-Sanger sequencing failed for a particular specimen. ÃÃ FG: Marked with 'x' if the mitogenome is the first available for the genus. ÃÃÃ FSP: Marked with 'x' if the mitogenome is the first available for the species.
genera. For 30 of these genera, we provide the first available mitogenome and only two species (Oryzaephilus surinamensis and Hypera postica) have an available mitogenome. The new mitogenomes include endogean representatives of the genera Torneuma, Coiffaitiella, Otiorhynchus, Oligotyphlopsis, and Typhlocharis. For further details on specimens and mitogenomes see Figure 1 , Tables 1 and 2, and GenBank Accession Numbers.
For the 39 newly generated mitogenomes, the 13 proteincoding genes (PCGs) were extracted using Geneious and individually aligned using the FFT-NS-i-x2 algorithm of MAFFT (Katoh et al. 2002) . Individual gene alignments were trimmed and concatenated to get a final dataset of 39 taxa and 12,940 bp. This alignment was used for phylogenetic inference using Maximum-likelihood in IQ-TREE (Nguyen et al. 2015) , performed through the IQ-TREE web server (Trifinopoulos et al. 2016 ) without data partitioning, allowing the software to determine the best-fit substitution model and estimating an ultrafast bootstrap approximation with 10,000 replicates. The obtained tree showed the expected relationships among the families within Coleoptera, including the monophyly of the suborders Adephaga and Polyphaga and the monophyly of all families (with more than one mitogenome) (Figure 1 ).
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